Figure S2 : ANCOVA analysis with PC1 (6 genomic variables) as continuous variable reveals both higher π n (a) and higher θ n (b) among pollen-specific (dark grey points and dashed line) than sporophyte-specific genes (light grey points and solid line). Figure S3 : ANCOVA analysis with PC1 (6 genomic variables) as continuous variable reveals significantly higher frequency of stop codon mutations (a) and frameshift mutations (b) among pollen-specific (dark grey points and dashed line) than sporophyte-specific genes (light grey points and solid line). Figure S5 : Non-synonymous nucleotide diversity (a) and non-synonymous Watterson's theta (b) within pollen-specific genes, broadly expressed sporophyte-specific genes and genes specific to guard cells, xylem or root hair. Frequency of mutations stop codons frameshifts Figure S7 : Frequency of stop codon and frameshift mutations within pollen-specific genes, broadly expressed sporophytic genes (at least 5 tissues) and tissue specific genes (expression restricted to guard cell, xylem or root hair tissues). Shown are means and standard error. Figure S8 : ANCOVAS comparing the frequency of stop codon mutations (a) and frameshift mutations (b) within pollen-limited genes (yellow points and dashed line) to tissue-specific, sporophytic genes (green points and solid line) while controlling for the first PC of a PCR. 
